We present the complete genome sequence of fluoranthene-consuming Cycloclasticus sp. strain PY97N. This strain has one circular chromosome with a GϩC content of 42.06%. Moreover, two genomic islands were identified as putative conjugative elements. These genomic details are expected to inform our understanding of the remarkable catabolic capacities of organisms of the Cycloclasticus lineage.
protein-coding sequences (CDSs) and 45 were RNAs. Of the entire 2,322 CDSs, 1,928 could be assigned to COGs.
Genome analysis of strain PY97N reveals the existence of 8 genes for aromatic ring-hydroxylating dioxygenase alpha subunit and 13 genes of the beta subunit, 7 of which present pairwise.
Two putative genomic islands encompassing at least 77,623 bp and 26,955 bp were predicted by the IslandViewer4 software using both the IslandPath-DIMOB and SIGI-HMM methods (15) ( Fig. 1 ). They both had a relatively higher GϩC content (48.80% and 42.64%, respectively) than the average GϩC content of the genome. The two putative islands contained 74 and 28 genes, respectively. Genes that are commonly found in mobile genetic elements (MGEs), including transposase, integrase, and recombinase, were identified both at the beginning and end of the two islands, suggesting that these features can self-mobilize, possibly mediating horizontal gene transfer (HGT) in this strain. For the larger island, at least 24 genes (32% of the total) related to heavy metal utilization and resistance were annotated, including the regulatory system cusS-cusR, and genes copA and copB, encoding copper resistance proteins. These genes indicate a potential for tolerance for extreme copper stress (16, 17) . We also found a complete czc efflux system which produces cobalt-zinc-cadmium resistance proteins. 
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